AMENDMENT 



AMENDMENTS TO THE SPECIFICATION: 

Please delete the Sequence Listing and insert therefor the substitute Sequence 
Listing submitted as text concurrently herewith through EFS-Web. 

At page 20, lines 1 7 through 25, please replace the paragraph with the following paragraph: 

Another preferred pll-dependent membrane-binding internalizing peptide in this regard is 
aa]-aa2-aa3-HAALArEALAH-EALEALAA-amide (SEO ID NO:601) , which represents a 
modification of the peptide sequence of Subbarao et al. (1987). Within this peptide sequence, the 
first amino acid residue (aal) is preferably a unique residue, such as C or K, that facilitates 
chemical conjugation of the internalizing peptide to a targeting protein conjugate, Amino acid 
residues 2-3 may be selected to modulate the affinity of the internalizing peptide for different 
membranes. For instance, if both residues 2 and 3 are K or R, the internalizing peptide will have 
the capacity to bind to membranes or patches of lipids having a negative surface charge. If 
residues 2-3 are neutral amino acids, the internalizing peptide will insert into neutral membranes. 



At page 35 through page 48, please replace Table 3 with the following Table 3: 



Table 3 

PDZ Domains Used in Screening Assays 



Gene Name 


Glor 
Acc// 




Sequence fused to GST Construct 


SBQ.iP 
NO 


26s SLibunit 

p27 


9184389 




RDMAEAHKEAMSRKLGQSESQGPPRAFAKVNSISPGSPSI 
AGLQVDDEIVEFGSVNTQNFQSLHNIGSVVQHSEGALAPT 
ILLSVSM 


19] 


AF6 


430993 




LRKEPEIITVTLKKQNGMGLSIVAAKGAGQDKLGIYVKSV 
VKGGAADVDGRLAAGDQLLSVDGRSLVGLSQERAAELM 
I'RTSSVVTLEVAKQG 


192 


AIPC 


12751451 




LIRPSVISIIGLYKEKGKGLGFSIAGGRDCIRGQMGIFVKTI 
FPNGSAAEDGRLKEGDEILDVNGIPIKGLTFQEAIHTFKQI 
RSGLFVETVRTKLVSPSLTNSS 


193 


A IPC 


12751451 


2 


GISSLGRKTPGPKDRIVMEVTLNKEPRVGLG1GACCLALI-; 
NSPPGIYIHSLAPGSVAKMESNLSRGDQILEVNSVNVRHA 
ALSKVHAILSKCPPGPVRLVIGRHPNPKVSEQEMDEVIAR 


.194 



65470467.1 



2 



Gene Name 


Glor 
Acc# 


PDZ# 


Sequence fused to GST Construct 


SEQ JD ; 
NO: 








STYQESKEANSS 




AIPC 


12751451 


3 


QSENEEDVCFIVLNRKEGSGLGFSVAGGTDVEPKSITVHR 
VFSQGAASQEGTMNRGDFLLSVNGASLAGLAHGNVLKV 
LHQAQLHKDALVVIKKGMDQPRPSNSS 


-— -, 

.195 


AIPC 


12751451 


4 


LGRSVAVHDALCVEVLKTSAGLGLSLDGGKSSVTGDGPL 

VIKRVYKGGAAEQAGIIEAGDEILAINGKPLVGLMHFDA 

WNIMKSVPEGPVQLLIRKHRNSS 


196 i 


alpha 
aclinin-2 
associated 
LIM protein 


2773059 




reeggmpqtvilpgpaawgfrlsggidfnqplvitritpgs 
<aaaanlcpgdvilaidgfgte;smthadgodrikaaaho 
lcekidrgethlwsphsiv 


197 ^ 


APXL-1 


13651263 


1 


[LVEVQLSGGAPWGFTLKGGREHGEPLVITKIEEGSKAAA 
VDKLLAGDEIVGINDIGLSGFRQEAICLVKGSHKTLKLVV 
KRNSS 




Atropiiin-1 
Interacting 
Protein 


2947231 


1 


REKPLFTRDASQLKGTFLSTTLKKSNMGFGFTIIGGDEPDE 
FLQVKSVIPDGPAAQDGKMETGDVIVYINEVCVLGHTHA 
DVVKLFQSVPIGQSVNLVLCRGYP 


199 


Atrophin-l 
Interacting 
Protein 


2947231 


2 


LSGATQAELMTLTIVKGAQGFGFTIADSPTGQRVKQILDI 
QGCPGLCEGDLIVEINQQNVQNLSHTEVVDILKDCPIGSET 

SLIIHRGGFF 


200 


Atrophin-l 
Interacting 
Protein 


294723 1 


3 


HYKEI.DVHLRRMESGFGFRILGGDEPGQPILIGAVIAMGS 
ADRDGRLHPGDELVYVDGIPVAGKTHRYVIDLMHHAAR 

NGOVNi;rVRRKVl-CG 


20] 


Atrophin- 1 
Interacting 
Protein 


294723 1 


4 


IXjFIGISSI ISLQTSDAVIHRKENEGFGFVlISSLNRPliSGS'ri'r 

VPMKlGRllDGSFADRCAKLKVGDRILAVNGQSllNMPMA 

DIVKLIKDAGLSVTLRIIPQEEL 


202 


Atrophin-l 
Interacting 
Protein 


294723 1 


5 


LSDYRQPQDFDYFTVDMEKGAKGFGFSIRGGRFIYKMDL 
YVLRLAEDGPAIRNGRMRVGDQlIEINGESTRDMTHARAl 
ELIKSGGRRVRLLLKRGTGQ 


2.03 


Atrophin-l 
Interacting 
Protein 


2947231 


6 


H ES V IG RNPEGQLGFELKGG AENGQFP YLGE VKPGK V A Y 
ESGSKLVSEELLLEVNETPVAGLTIRDVLAVIKHCKDPLR 
LKCVKQGGIHR 




CARD 11 


12382772 




SVGHVRGPGPSVQHTTLNGDSLTSQLTLLGGNARGSFVM 
SVKPGSLAEKAGLREGHQLLLLEGCIRGERQSVPLDTCTK 
EEAHWTIQRCSGPVTLHYKVNHEGYRK 


205 


CARD 14 


13129123 




RRPARRILSQVTMLAFQGDALLEQISVIGGNLTGIFIHRVT 
PGSAADQMALRPGTQIVMVDYEASEPLFKAVLEDTTLEH 
AVGLLRRVDGFCCLSVKVNTDGYKR (SEQ ID NO: 1 1 5) 


206 


CASK 


3087815 


1 


TRVRLVOFQKNTDEPMGITLKMNE^LNHCIVARIMHGGMI 
HRQGTLHVGDEIREINGISVANQTVEQLQKMLREMRGSn 
FKIVPSYRTQS 


20/ 


Connector 
Enhancer 


jyjyj 1 oU 




LEQKAVLEQVQLDSPLGLEIHTTSNCQHFVSQVDTQVPTD 
SRLQIQPGDEVVQINEQVVVGWPRKNMVRELLREPAGLS 
LVLKKIPIP 


208 


Cytohesin 

Binding 

Protein 


3192908 


1 


QRKLVTVEKQDNETFGFEIQSYRPQNQNACSSEMFTLICK 
IQEDSPAHCAGLQAGDVLANINGVSTEGFTYKQVVDLIRS 
SGNLLTIETLNG 


209 



Gene Name 


Gl or 
Ace// 
16755892 


PD/ii 




Sequence fused to GST Construct 


NO: 

2.! Q 


Densin 180 


1 




RCLlQ'l KGQRSMDGYPEQFCVRIEKNPGLGFSISGGISGQG 
NPFKPSDKGIFVTRVQPDGPASNLLQPGDKILQANGIISI-V 
HMEHEKAVLLLKSFQNTVDLVIQRELTV 


DLG 1 


475816 


1 


IQVNGTDADYEYEEITLERGNSGLGFSIAGGTDNPHIGDD 

SSIFITKIITGGAAAQDGRLRVNDCILQVNEVDVRDVTHSK 

AVEALKEAGSIVRLYVKRRN 


2J 1 


DLGl 


475816 


2 


IQLIKGPKGLGFSIAGGVGNQHIPGDNSIYVTKIIEGGAAH 
KDGKLQIGDKLLAVNNVCLEEVTHEEAVTALKNTSDFVY 
LKVAKPTSMYMNDGN 


"""111'" 


DLG 1 


475816 


3 




ILHRGSTGLGFNIVGGEDGEGIFISFILAGGPADLSGELRKG 
DRIISVNSVDLRAASHEQAAAALKNAGQAVTIVAQYRPE 

EYSR 

ISYVNGTEIEYEFEEITEERGNSGLGFSIAGGTDNPHIGDDP 
G 1 F r r K 1 1 PG G A A A FDG R ER VN DC 1 LR VN E V D V S EV S H S K A 
VFiALKEAGSlVRLYVRRR 


213 


D1Xj2 


12736552 


1 




214 


[)LG2 


12736552 


2 


IPIEETVVEIKLFKGPKGLGFSIAGGVGNQHIPGDNSIYV TK 
IIDGGAAQKDGRLQVGDRLLMVNNYSLEEVTHEEAVAIE 
KNTSEVVYLKVGKPTTIVMTDPYGPPNSS 


2.! 5 


DLG2 


12736552 


3 


ILEGEPRKVVLHKGSTGLGFNIVGGEDGEGIFVSFILAGGP 
ADLSGELQRGDQILSVNGIDLRGASHEQAAAALKGAGQT 
VTIIAQHQPEDYARFEAKIHDLNSS 


21.6 


DLG5 


3650451 


1 


GIPYVEEPRHVKVQKGSEPLGISrVSGEKGGIYVSKVTVGS 
lAHQAGLEYGDQLLEFNGINLRSATEQQARLIIGQQCDTIT 
ILAQYNPHVHQLRNSSZLTD 


217 


DLG5 


3650451 


2 


GILAGDANKKTLEPRVVFIKKSQLELGVHLCGGNLHGVF 
VAEVEDDSPAKGPDGLVPGDLILEYGSLDVRNKTVEEVY 
VEMLKPRDGVRLKVQYRPEEFIVTD 


218 


DLG 67 " 
spliee 
variant 1 


14647140 


I 


PTSPEIQELRQMLQAPHFKALLSAHDTIAQKDFEPELPPLP 
DNIPESEEAMRIVCLVKNQQPLGATIKRHEMTGDIEVARII 
HGGLAERSGLLYAGDKLVEVNGVSVEGLDPE^QVIHILAM 
SRGTIMFKVVPVSDPPVNSS 


2]? 


DLG6, 
splice 
variant 2 


AB05330 
3 


1 


PTSPEIQELRQMLQAPHFKGATIKRHEMTGDILVARIIHGG 
LAERSGLLYAGDKLVEVNGVSVEGLDPEQVIHILAMSRG 
TIMFKVVPVSDPPVNSS 


220 


DVLI 


2291005 


1 


LNIVTVTLNMERHFIFLGISIVGQSNDRGDGGIYIGSIMKG 
GAVAADGRIEPGDMLLQVNDVNFENMSNDDAVRVLREl 
VSQTGPISLTVAKCW 


.221 


DVI.2 


2291007 


1 


LN IITVTLNMEK YNFLGIS IVGQSNERGDGG I Y IGS IMKGG 
AVAADGRIEPGDMLLQVNDMNFENMSNDDAVRVLRDIV 
HKPGPIVLTVAKCWDPSPQNS 


222 


DVi3 
HIJ-IN 1 


6806886 

2957144"' 


1 

1 ' 


HTVTLNMEKYNFLGISIVGQSNERGDGGIYIGSIMKGGAV 
AADGRIEPGDMLLQVNEINFENMSNDDAVRVLREIVHKP 

Lit I \ Li V AKC W IJrSr 

LITQQIDLQGPGPWGFRLVGRKDFEQPLAISRVTPGSKAA 
LANLCIGDVITAIDGENTSNMTHLEAQNRIKGCTDNLTLT 
VARSEHKVWSPLVTNSS 


223 
.224" 


ENIGMA 


561636 


1 


IFMDSFKVVLEGPAPWGFR1.QGGKDFNVPLSISRLTPGGK 
AAQAGVAVGDWVLSIDGENAGSLTHIEAQNKIRACGERL 


.225 



65470467. 1 



Gene Name 


Gl or 

AccH 


PDZ# 


Sequence fused to GST Construct 


SEQJD"' 

NO:. ■ 








SLGLSRAQPV 




ERBIN 


8923908 


1 


QGHELAKQEIRVRVEKDPELGFSISGGVGGRGNPFRPDDD 
Ulr V 1 KVCJPhCjrAS)K.Lt^(^rUlJrvllV''^'^'-J ' ^' Itl lUvA V ?> 
ELKTFQNTVEEllVREVSS 


226 


HZRIN 
Binding 
Protein 50 


3220018" 


1 


QMSADAAAGAPLPRLCCLEKGPNGYGFHLHGEKGKLCiQ 
YlKLVbrvjorAhlvAULLAuUKLVbVNUfcr^ VbKn m^vV V 
SRIRAALNAVRLLVVDPETDEQLQKLGVOVREELLRAQE 
APGQAEPPAAAEVQGAGNENEPREADKSHPEQRELRNSS 


227 : 


EZRIN 
Binding 
Protein 50 


322001 8 


2 


T/^rMjcT t)t)OT /~'XA4^vT//~'Dcr:vr:cxrT j-icr^T/CT/prioPTPQA/riP 
.(j(^K±,LKrKJLU 1 MKJs.OrbUYUrlNLHolJrvJ>KrOl^r IKb V Ur 

DSPAEASGLRAQDRIVEVNGVCMEGKQHGDVVSAIRAG 

GDETKLLVVDRETDEFFKNSS 




I^LJOOO 1 1 


1 0440352 


1 


PGGAAFLSGALOAGFEI.VAVDGENLEQVIIIORAVDTIRR 
AYRNKAREPMELVVRVPGPSPRPSPSD 




i-LJl 1215 


1 1436365 


1 


bGHSHPRV VbLFK. 1 bbGLGr NllVluGKbv^lNJjPl Y IsKUrCiOl 
ADRHGGLKRGDQLLSVNGVSVEGEHHEKAVELEKAAQG 
KVKLVVRYTPKVLEE-ME 




i-'LJ 12428 


BCO 1 204 
0 


1 


rtjAPYAKK. 1 r 1 IVOUAVUWUr V Vi<.Ual<Lrl^nll<>AVlJraUr 
AAAAGMKVCQFVVSVNGLNVLHVDYRTVSNLILTGPRTI 

VMEVMEELEC 




FLJ 1 26 1 5 


10434209 


1 


GQYGGE 1 VKlVRlErvARulrLGA 1 VKNbMlJaV115>l<lVK.uu 
AAEKSGLLHEGDEVLEINGIEIRGKDVNEVFDLLSDMHGT 
LTFVLIPSQQIKPPPA 




FLJ20075 


7019938 


1 


1 L Al I V KG I EKEVN V YKSEDSLGLTITDNG VGY AFIKRIKD 

GGVIDSVKTICVGDHIESINGENIVGWRHYDVAKKLKELK 

KEELFTMKLIEPKKAFEI 




FLJ21687 


1 0437836 


1 


K-PbQAbGHraVbLVKLrY AvjrUb 1 HjrLrVjrKUV ALiU 1 rLAVK 
GLLKDGPAQRCGRLEVGDLVLHINGESTQGLTHAQAVER 
IRAGGPQLHLVIRRPLETHPGKPRGV 




i''IJ3 1 349 


AK05591 
1 




FVMj)C^GAGbbbVnbrNlls.rUbLibUIVl Y 1RS> 1 Y UuLnVl 1 U 1 
TENSPADRSQKIHAGDEVIQVNQQTVVGWQLKNLVKKL 
RENPTGVVLLLKKRPTGSFNFTPEFIVTD 




J32798 


AK05736 
0 


1 


LUUhhUoVKIlRLVrLNKbrLOA i Jlvls.JJbls/ 1 UAU V AKIIVIKU 
GAADRSGLIHVGDELREVNGIPVEDKRPEEIIQILAQSQGA 
rrFKIlPGSKEETPSNSS 




GoRASPl 


NM03 189 
9 


1 


MGbG V S AEQPAGGAbGr H bHU V l^blN A v^^AObbF Y r IJ 
FIITIGHSRLNKENDTLKALLKANVEKPVKLEVFNMKTMR 
VREVEVVPSNMWGGQGLLGASVRFCSFRRASE 




GoRASPl 


NM03 1 89 
9 


2 


RASbQV WHVbUVbrcsbPAAbAGbKrY 1 UY V VUSiUv^lbt^b 
S EDFFTLIESHEGKPLKLM V YN SKSDSCREVTVTPN AA W 
GGEGSLGCGIGYGYLHRIPTQ 




GoRASP2 


1 jyy4ijj 




\/ir'CQr>Q\/cipr;r;r;TPr;vT-ivi R\/nP"M<;prjHR Aril ppfphfi 
VSINGSRLNKDNDTLKDLLKANVEKPVKMLIYSSKTLELR 
ETSVTPSNLWGGQGLLGVSIRFCSFDGANE 


239 


GoRASP2 


13994253 


I2 


NENVWHVLEVESNSPAALAGLRPHSDYIIGADTVMNESE 
DLFSLIETHEAKPLKEYVYNTDTDNCREVllTPNSAWGGE 
GSLGCGIGYGYEHRIPTR 


240 





65470467.1 



5 



Gene Name 


GI 01- 
Acc# 


PDZ# 


Sequence fused to GST Construct 


SEP ID 1 


GRIP 1 


4539083 




VVELMKKEGTTLGLTVSGGIDKDGKPRVSNLRQGGIAAR 
SDQLDVGDYIKAVNGINLAKFRHDEIISLLKNVGERVVLE 
VEYE 




GRIP 1 


4539083 


2 


iSSVIhRl VEV 1 LHK.bGN 1 r Gr V lKuLiAHlJUKNls.S>Kr V V 1 
TCVRPGGPADREGTIKPGDRLLSVDGIRLLGTTHAEAMSI 
LKQCGQEAALLIEYDVSVMDSVATASGNSS 




GRIP 1 


4539083 


3 


rlVATASGPLLVEVAKTPGASLGVALTTSMCCNKQ VIVID 
KIKSASIADRCGALHVGDHILSIDGTSMEYCTLAEATOFE 
ANTTDQVKLBILPHHQTRLALKGPNSS 




GRIP 1 


4539083 


4 


rIVATASGPLLVEVAKTPGASLGVALTTSMCCNKQVIVID 
KIKSASIADRCGALHVGDHILSIDGTSMEYCTEAEATQl I 
ANTTDQVKLEILPHHQTRLALKGPNSS 




GRIP 1 


4539083 


5 


AESVIPSSGTFHVKLPKKHNVELGITISSPSSRKPGDPLVIS 
DlKKGSVAHRTGTLELGDKLLAIDNIRLDNCSMEDAVQIl 
QQC ED L VKLKIRKDEDNSD 




GRIP 1 


4539083 


6 


[YTVELKRYGGPLGITISGTEEPFDPIIISSLTKGGLAERTGA 
IHIGDRILAINSSSLKGKPLSEAIHLLQMAGETVTLKIKKQT 

DAQSA 


246 


GRIP 1 


4539083 


7 


[MSPTPVELHKVTLYKDSDMEDFGFSVADGLLEKGVYVK 

NIRPAGPGDLGGLKPYDRLLQVNHVRTRDFDCCLVVPLl 

AESGNKLDLVISRNPLA 


247. 


G IPase 

Activating 
luizyme 


2389008 




LSRGCETRELALPRDGQGRLGFEVDAEGFVTHVERFTFAE 

TAGLRPGARLLRVCGQTLPSLRPEAAAQLLRSAPKVCV'l' 

VLPPDESGRPRNSS 


2.4.8 ' 


Guanine 
Exchange 
I- actor 


6650765 


1 


CSVMIrbVVhQAGAllLbUuQbLUaW Y VILNG 1 VblarlrlJ 
GKVENLFMGNSFGITPTLDKQYMHGIVRTKVDDCQFVCI 
AQQDYWRILNHVEKNTHKVEEEGEIVMVHEFIVTD 




HE MB A 
1000505 


10436367 


1 


LENVIAKSLLIKSNEGSYGFGLEDKNKVPIIKLVEKGSNAE 
MAGMEVGKKIFAINGDLVFMRPFNEVDCFLKSCLNSRKP 
LRVLVSTKP 


25.0 


HEMBA 
1000505 


10436367 


2 


PRETVKIPDSADGLGFQIRGFGPSVVHAVGRGTVAAAAG 
LHPGQCIIKVNGINVSKETHASVIAHVTACRKYRRPTKQD 
SIQNSS 


25,1 


HEMBA 
10031 17 

HSPC227 


7022001 
7 1 06843 


1 
1 


EDFCYVFTVELERGPSGLGMGLIDGMHTHLGAPGLYIQT 
LLPGSPAAADGRLSLGDRILEVNGSSLLGLGYLRAVDEIR 
HGGKKMRFLVAKSDVETAKKI 

NNELTQFLPRTITLKKPPGAOLGFNIRGGK-ASQLGIFISKVI 
PDSDAHRAGLQEGDQVLAVNDVDFQDIEHSKAVEILKTA 
REISMRVRFFPYNYHRQKE 


253 


M'rRA3 


AY04009 
4 




L TEFQDKQIKDWKKRFIGIRMRTITPSLVDELKASNPDI'TE 
VSSGIYVQEVAPNSPSQRGGIQDGDIIVKVNGRPLVDSSEE 
QEAVLTESPLLLEVRRGNDDLLFSNSS (SEQ ID NO: 158) 




HTRA4 


ALj /o44 
4 




HT^k'VT nt OA/IT <vT TVPT <IFPT kTMT-rVPnFPnV^J^sfiVYVrKV 
rliS..jS. X L<01_'V«;1V11jOL» 1 V r LoC/lj/L/lvlVlri I rijr rU V V i V v^iv V 

VEGTAAQSSGLRDHDVrVNINGKPITTTTDVVKALDSDSL 
SMAVLRGKDNLLLTVNSS 


255 


INADL 


2370148 


1 


IWQIEYIDIERPSTGGLGFSVVALRSQNLGKVDIFVKDVQP 
GSVADRDQRLKENDQILAINHTPLDQNISHQQAIALLQQT 
TGSLRLIVAREPVHTKSSTSSSE 


256 



(>.^:17()-4(>7 1 



6 



Cknc Ni 


rnc 


Gl or 
Acc// 






Sequence fused lo GST Construct 


SEQ ID 
NO: 


INADL 




2370 


48 


2 


.!']•. 1 VCWGHVEEVELINDGSCjLGFGIVGGK rSGVVVRl IV 
XiGLADRDGRLQTGDHILKlGGTNVQGMTSEQVAQVLR 
NCGNSVRMLVARDPAGDISVTNSS 




INADl. 




2370 


48 


3 


-"GSDSSEM-.TYNVELVRKDGOSLGlRIVGYVG'rSHTGEAS 
GlYVKSllPGSAAYHNGHIQVNDKIVAVDGVNIQGFANHD 
VVEVLRNAGQVVHLTLVRRKTSSSTSRIHRD 


1 


Kadi 




2'370148 


4 


^sddaelqkyskllpihtlrlgvevdsfdghhyissivsg 
GPVDTLGLLQPEDELLEVNGMQLYGKSRREAVSFLKEVP 
PPFTLVCCRRLFDDEAS 


i 


INADL 


2370 


48 


5 


^SSPEVKIVELVKDCKGLGFalLUYvUrLUr IKaVlVlKbLV 
ADGVAERSGGLLPGDRLVSVNEYCLDNTSLAEAVEILKA 
VPPGLVHLGICKPLVEFIVTD 




INADL 




2370 


48 


6 


^NFSHWGPPRlVEIFRF^PNVSLGISIVVGQTVIKRLKNGiiF^L 
KGlFIKQVLEDSPAGKTOALKTGDKiLEVSGVDLQNASlIS 
EAVEAIKNAGNPVVFIVQSLSSTPRVIPNVHNKANSS 


26 1 


INADL 




2370 


48 


7 


^gelhiielekdknglglslagnkdrsrmsifvvginpegp 
AAADGRMRIGDELLEINNQILYGRSHQNASAIIKTAPSKV 
KLVFIRNEDAVNQMANSS 




INADL 


2370148 


8 


i^ATCPIVPGQElMllEISKGRSGLGLSIVGGKDTPLNAIVIHF^ 

vyeegaaardgrlwagdqilevngvdlrnssheeaital 
rotpokvrlvvy 


2.6-1 i 


KIAA0147 


1469875 




[LTLTILRQTGGLGISIAGGKGSTPYKGDDEGIFISRVSEEG 
PAARAGVRVGDKLLEVNGVALQGAEHHEAVEALRGAGT 
AVQMRVWRERMVEPENAEFIVTD 


264 1 


KIAA0147 


T469875 


2 


PLRQRHVACLARSERGLGFSIAGGKGSTPYRAGDAGIFVS 
RIAEGGAAHRAGTLQVGDRVLSINGVDVTEARHDHAVSE 

LTAASPTIALLLEREAGG 


265 1 


KlAAOl 


47 


1469875 


3 


ILEGPYPVEEIRLPRAuurLGLilVuUSDHSSHrr U V(^bPLj 
VFlSKVLPRGLAARSGLRVGDRlLAVNGQDVRDATliQEA 
VSALLRPCLELSLLVRRDPAEFIVTD 




KlAAOl 


47""' 


1469875 


4 


RbLLlQKArOhRLUioiKUOAKUHAUJNrKlJr 1 UbUIr IMS. V 
SPTGAAGRDGRLRVGLRLLEVNQQSLLGLTHGEAVQLER 
SVGDTLTVLVCDGFEASTDAALEVS 




KIAA0303 


2224546 


1 


PHQPIVIHSSGKNYGFTIRAIRVYVGDSDIYTVHMIV WNVlv 
EGSPACQAGLKAGDLITHINGEPVHGLVHTEVIELEEKSG 
NKVSITTTPF 


268 


K1AA0313 


7657260 


1 


HLRLLNIACAAKAKRRLMTLTKPSREAPLPFILLGGSFXG 
FGIFVDSVDSGSKATEAGLKRGDQILEVNGQNFENIQLSK 
AMEILRNNTHLSITVKTNLFVFKELLTRLSEEKRNGAPNSS 


269 

: 


k'!AA()316"" 
KIAA0340 " 


6683123 

2224620^ 


1 


IPPAPRKVFIMRRDPVLGFGFVAGSEKPVVVRSVTPGGPSE 
GKLIPGDQIVMINDEPVSAAPRERVIDLVRSCKESILLTVIQ 

PVP^PkT ^PPfVTH 
r 1 rorrvor_vi IviU 

LNKRTTMPKDSGALLGLKVVGGKMTDLGRLGAFrrKVK 
KGSLADVVGHLRAGDEVLEWNGKPLPGATNEEVYNlllJi 
SKSEPQVEIIVSRPIGDIPRIHRD 


271 


KIAA0380 


2224700 




QRCVIIQKDQHGFGFTVSGDRIVLVQSVRPGGAAMKAGV 
KEGDRIIKVNGTMVTNSSHLEVVKLIKSGAYVALTLLGSS 


272 ' 

- ..: 



6547(M67.1 



7 



Gene Name 


GI 01- 
Acc# 


PD/# 


Sequence fused to GST Construct 


SEQ ID ; 
NO 


KrAA0382 


7662087 


1 


LVQRCVIIQKDDNGFGLTVSGDNPVFVQSVKEDGAAMR 
AGVQTGDRIIKVNGTLVTHSNHLEVVKLIKSGSYVALTV 
OGRPPGNSS 




K1AA0440 


2662160 


1 


SVPvM FLRRNGLGQLGFHVNYEiGlVADVbPYGYA WQAGl , 

RQGSRLVElCKVAVATLSHEOMIDLLRTSVrVKVVllPPH 

D 




KrAA0545 


14762850 


1 


..KVM 1 buWbl VUM 1 LKKNuLu(^LurHVls.YUu 1 V AbV b 
DYGFAWQAGLRQGSRLVEICKVAVVTLTHDQMIDLER 1 S 
VTVKVVIIPPFEDGTPRRGW (SEQ ID NO: 179) 




KIAA0559 


3043641 


1 


HYIFPHARIKITRDSKDHTVSGNGLGIRFVGGKEIPGHSGEI 
GAYIAKILPGGSAEQTGKLMEGMQVLEWNGIPLTSKTYE 
EVQSIISQQSGEAEICVRLDLNML 




KIAA0561 


3043645 


1 


^CGSLRPPIVIHSSGKKYGFSLRAIRVYMGDSDVYTVHMV 
VWSVEDGSPAQEAGLRAGDLITHINGESVLGLVHMDVVE 
LLLKSGNKISLRTTALENTSIKVGNSS 


- 277" ' 


KIAA0613 


3327039 


1 


SYSVTLTGPGPWGFRLQGGKDFNMPLTISRITPGSKAAQS 
QLSQGULV VAlUuVN lUllVllHLbAv^Nls.lJs.aAaYINL&Ll L 

QKSKNSS 


278 


kIaaoTsI 

R1M2 


12734165 




TLNEEHSHSDKHPVTWQPSKDGDRLIGRILLNKRLKDGS 
VPRDSGAMLGLKVVGGKMTESGRLCAFITKVKKGSLAD 
TVGHLRPGDEVLEWNGRLLQGATFEEVYNllLESKPEPQV 
ELVVSRPIG 


27? 


KIAA0807 


3882334 


1 


[SALGSMRPPIIIHRAGKKYGFTLRAIRVYMGDSDVY rVH 
IIMVWHVEDGGPASEAGLRQGDLITHVNGEPVHGLVHTE 
VVELILKSGNKVAISTTPLENSS 




klAA0858 


4240204 


1 


r-o rMl jfTi TO Yxr/^nnn/^i/' CT rM?/^T7TTl^\l/rMt5/^TC\/ AC\/CA/^CDAr7l7 

ISDMRISINQ 1 PuK-bLUrGr 1 IKWUlrGlr VAaVbAuarAbr 
SQLQVDDEIIAINNTKFSYNDSKEWEEAMAKAQETGHLV 
MDVRRYGKAGSPE 




KIAA0902 


4240292 


1 


QSAHLEVIQLANIKPSEGLGMYIKSTYDGLHVITGTTENSP 
ADRCKKIHAGDEVIQVNHQTVVGWQLKNLVNALREDPS 
GVILTLKKRPQSMLTSAPA 




KIAA0967 


4589577 


1 


IL 1 Q 1 LIPVKH 1 VK.iUls.U 1 LLl^UYUr WlJil::oLrL 1 V V/\ V i A 
GGSAMGKLFPGDQILQMNNEPAEDLSWERAVDILREAED 
SLSITVVRCTSGVPKSSNSS 




KIAA0973 


4589589 




CjLRSrl 1 lQKj)(jKK.Y(jir 1 LKAIKV Y IVlvjrU 1 V Y V rirll V W i i 
VEEGGPAQEAGLCAGDLrrHVNGEPVHGMVHPEVVELIE 
KSGNKVAVTTTPFE 




KIAA1095 


5889526 




QObb 1 KbLI LVLHKiJbGaLGrNllGGKrbVUINHUUbibl'Ajl 
FVSKIVDSGPAAKEGGLQIHDRIIEVNGRDLSRATHDQAV 
EAFKTAKEPFVVQVLRRTPRTKMFTP 




KIAA1095 


5889526 


2 


QEMDREELELEEVDLYRMNSQDKLGLTVCYRTDDEDDI 

GIYISEIDPNSIAAKDGRIREGDRIIQINGIEVQNREEAVALL 

TSEENKNFSLLIARPELQLD 




kTaaT202 


6330421 


1 


RSFQYVPVQLQGGAPWGFTLKGGLEHCEPLTVSKIEDGG 
KAAESQKMRTGDELVNIMGTPLYGSRQEALILIKGSFRILK 
LIVRRRNAPVS 


,287 


KIAA1222 


6330610 


1 


ILEKLEbFPVEbEKDEDGLGISIIGMGVGADAGLFiKLGIF^V 
KTVTEGGAAQRDGRIQVNDQIVEVDGISLVGVTQNFAAT 


288 



65470467.1 



Gene Name 


Glor 
Acc# 


PDZ# 


Sequence fused to GST Construct 


SEQ ID 1 
NO; 








VLRNTKGNVRFVIGREKPGQVS 




kTaaT284 


6331369 




KDVNVYVNPKKLTVIKAKEQLKLLEVLVGIIHQTKWSWR 
RTGKQGDGERLVVHGLLPGGSAMKSGQVLIGDVLVAVN 
DVDVTTENIERVLSCIPGPMQVKLTFENAYDVKRET 


289 


KIAA1389 


7243158 




TRGCETVEMTLRRNGLGQLGFHVNFEGIVADVEPFGFAW 
KAGLRQGSRLVEICKVAVATLTHEQMIDLLRTSVTVKVVI 
IQPHDDGSPRR 


290, j 


K.IAA1415 


7243210 




VENILAKRLLILPQEEDYGFDIEEKNKAVVVKSVQRGSLA 
EVAGLQVGRKIYSINEDLVFLRPFSEVESILNQSFCSRRPL 
RLLVATKAKEIIKIP (SEQ ID NO: 195) 


29 1 


KI'AAT526'' 


5817166 




PDSAGPGEVRLVSLRRAKAHEGLGFSIRGGSEHGVGIYVS 
LV EPGSLAEKEGLRVGDQILRVN DKSLARVTH A E A V K A L 
KGSKKLVLSVYSAGRIPGGYVTNHIEFIVTD 


292 


IC1AAT526'" 


5'8T7r66 


2 


L.QGGDEKKVNLVLGDGRSLGLTIRGGAEYGLGIYITGVDP 

GSEAEGSGLKVGDQILEVNWRSFLNILHDEAVRLLKSSRH 
LILTVKDVGRLPHARTTVDEEFIVTD 


29-3 


KIAA1526 


5817166 


3 


WTSGAHVHSGPCEEKCGHPGHRQPLPRlVriQRGGSAHN 
CGQLKVGHVILEVNGLTLRGKEHREAARIIAEAFKTKDR 
DYIDFLDSL 


294 1 


K1AAT620" 


1 00473 1 6 


1 


ELRRAELVEIlVETEAQ'rGVSGINVAGGGKEGIFVRELRED 
SPAARSLSEQEGDQLLSARVFFENFKYEDALRLEQCAEPY 
KVSFCLKRTVPTGDLALRP 


295 i 


kiA'A1634 


i'0047344 




PSQLKGVLVRASLKKSTMGFGFTIIGGDRPDEFLQVKNVE 
KDGPAAQDGKIAPGDVIVDINGNCVLGHTHADVVQMFQ 
LVPVNQYVNLTLCRGYPLPDDSED 


296 


K1AA1634 


10047344 


2 


ASSGSSQPELVTIPLIKGPKGFGFAIADSPTGQKVKMILDS 
QWCQGLQKGDIIKEIYHQNVQNLTIILQVVEVLKQFPVGA 
DVPLLILRGGPPSPTKTAKM 


297 : 


KIAA1634 


10047344 


3 


LYEDKPPLTNTFLISNPRTTADPRILYEDKPPNTKDLDVFE 
RKQESGFGFRVLGGDGPDQSIYIGAIIPLGAAEKDGRLRA 
ADELMCIDGIPVKGKSHKQVLDLMTTAARNGHVLLTVR 
RKIFYGEKQPEDDSGSPGIHRELT 


298 i 


K1AA1634 


10047344 


4 


PAPQEPYDVVEQRKENEGFGFVILTSKNK.PPPGVIPHKIGR 

VIEGSPADRCGKLKVGDHISAVNGQSIVELSHDNIVQLIK 

DAGVTVTETVIAEEEHHGPPS 


299 


K.IAA1634 


100473'44 


5 


QNLGCYPVELERGPRGFGFSLRGGKEYNMGLFILRLAED 
GPAlKDGRlHVGDQiVElNGEPTOGlTHTRAlELIQAGGNK 
VELLLRPGTGLIPDHGLA 


300 ' 


KIAAY719 


1267912" 


0 


ITVVELIKKEGSTLGLTISGGTDKDGKPRVSNLRPGGLAA 
RSDLLNIGDYIRSVNGIHLTRLRHDEIITLLKNVGERVVLE 
VEY 


30.1 


K.1AA 1 / 1 V 


I ZD / VoZ 




ILDVSLYKEGNSFGFVLRGGAHEDGHKSRPLVLTYVRPG 
GPADREGSLKVGDRLLSVDGIPLHGASHATALATLRQCS 
HEALFQVEYDVATP 


302 ' 


KIAA1719 


1267982 


2 


IHTVANASGPLMVEIVKTPGSALGISLTTTSLRNKSVrriDR 
IKPASVVDRSGALHPGDHILSIDGTSMEHCSLLEATKLLAS 
ISEKVRLEILPVPQSQRPL 


2Q3 



Gene Name 


GI or 
Acc# 


PDZ# 


Sequence fused to GST Construct 


SHQ id' 
NO: 


l<.rAA17l"9 


1267982 




QIVHTETTEVVLCGDPLSGFGLQl^OGGIFATETLSSPFi.V 
CFIEPDSPAERCGLLQVGDRVLSINGIATEDGTMEEANQL 
LRDAALAHKVVLEVEFDVAESV 




KIAA1719 


1267982 


4 


Qr iJV AES VlrSbvj 1 rH VKLrK.K.K!5> V bLUl 1 iboASiKrvKubr 
LIISDIKKGSVAHRTGTLEPGDKLLAIDNIRLDNCPMEDAV 
QILRQCEDLVKLKIRKDEDN 




KIAA 1 71 9 


1267982 


5 


Q 1 1 GAVtsY 1 VbLRKYGurLul 1 Ibu 1 bbrr UrlV ibUL i is-K 
GLAERTGAIHVGDRILAINNVSLKGRPLSEAIHLLQVAGE 
rVTLKIKKQLDR ) 




KIAA1719 


1 267982 


6 


Ti c\/rct:i I I DTDr trx/rufvx/xT iJii^r»D\/iPTjr>imcc\/cr^m i ni<' 
LEMbbLLLr 1 rLbMHiS.V 1 LHl<kUrMl\.MUrUra VaUVjL.Ln,lS. 

GVYVHTVRPDGPAHRGGLQPFDRVLQVNHVRTRDFDCC 

LAVPLLAEAGDVLELIISRKPHTAHSS 




LIM 

Mystique 


12734250 


1 


VIAL 1 VUVAGFAPWGrKl IGGKUrH 1 rlMV 1 K.VAbKUls.A 
KDADLRPGDIIVAIMGESAEGMLHAEAQSKIRQSPSPLRLQ 

LDRSQATSPGQT 




LIM Protein 


3108092 




SNYSVSLVGPAPWGFRLQGGKDFNMPLTISSLKDGGKAA 
QAN VRICjUV VLolUCjflNAl^vjrM 1 nLbAyiNJs.llS.LiL, 1 UobrNIVI 

TLQRAS 


309 ; 


LIMKl 


4587498 


1 


TLVEHSKLYCGHCYYQTVVTPVIEOILPDSPGSHLPHTVr 
^VSIPASSHGKRGLSVSIDPPHGPPGCGTEHSHTVRVOGV 
DPGCMSPDVKNSIHVGDRILEINGTPIRNVPLDEIDLLIQET 
SRLLQLTLEHD 


3T0 ' 


ijMK2 


1805593 


1 


^YSVTLISMPATTEGRRGFSVSVESACSNYATTVQVKEVN 
RMHISPN-NRNAIHPGDRILEINGTPVRTLRVEEVEDAISQ'F 
SC^ 1 H^LLlbriU 




LlM-RIl. 


108502 i' 




IHSVTLRGPSPWGFRLVGRDFSAPLTISRVHAGSKASLAA 
LCPGDLIQAINGESTELMTHLEAQNRIKGCHDHLTLSVSR 


,3..1.2 : 




U521lT" 




VCYRTDDEEDLGIYVGEVMPNSIAAKDGRIREGDRIIQING 
VDVQNREEAVAILSQEENTNISLLVARPESQLA 


3.1.3 ; 


MAGI) 


3370997 




PSELKGKFIHTKLRKSSRGFGFTVVGGDEPDEFLQIKSLVL 
DGPAALDGKMETGDVIVSVNDTCVLGHTHAQVVKlFQSi 
PIGASVDLELCRGYPLPFDPDGIHRD 




MAGIl 


3370997 


2 


PATQPELITVHIVKGPMGFGFTIADSPGGGGQRVKQIVDSP 
RCRGLKEGDLrVEVNKKNVQALTHNQVVDMLVECPKGS 
EVTLLVQRGGNSSZ 


-.. -J 


MAGIl 


3370997 


3 


(jA IQbQUr Y 1 VbLbK(jrAlS.<jrr<jrroLKvjtUl\.b Y NIVIULY VJLK 

LAEDGPAERCGKMRIGDEILEINGETTKNMKHSRAIELIK 
NGGRRVRLFLKRG 




MAGll 


3370997 


4 


PGVVal VVVs^rYUVblKKUblNbUrOr VlVooVoK-rbAU 1 1 r 
AGNACVAMPHKIGRIIEGSPADRCGKLKVGDRILAVNGC 
SITNKSHSDIVNLIKEAGNTVTLRIIPGDESSNAEFIVTD 






J J / UW / 




PDYQF]QDIFLWRKETGFGFRILGGNEPGEP[YIGHIVPLGA 
ADTDGRLRSGDELICVDGTPVIGKSHQLVVQLMQQAAKQ 
GHVNLTVRRKVVFAVPKTENSS 


318 


MGC5395 


BC01247 
7 


1 


PAKMEKEETTRELLLPNWOGSGSHGLTlAQRDDGViVQl-; 
VTQNSPAARTGVVKEGDQIVGATIYFDNLQSGEVTQLLN 
TMGHHTVGLKLHRKGDRSPNSS 


319 



65470467.1 



10 



Gene Name 


Gl 01- 
AccH 




Sequence fused to GST Construct 


Sl.Q ID 
__N0_: i 


MINTl 


2625024 




SENCKdVFIEKQKGEILGVVIVESGWGSILPTVIIANMMUG 
GPAEKSGKLNIGDQIMSINGTSLVGLPLSTCQSIIKGLKNQ 
SRVKLNIVRCPPVNSS 




MINTl 


2625024 


2 


.^RCPPV 1 1 VLlRRPDLRYQLGrSV(^NGllGbLMKUulAlrJ<U 
GVRVGHRIIEINGQSVVATPHEKIVHILSNAVGEIHMKrM 
PAAMYRLLNSS 




MINT3 


3169808 


1 


INGDLDHFSNSDNCREVHLEKRRGEGLGVALVESGWGS 
LLPTAVIANLLHGGPAERSGALSIGDRLTAINGTSEVGEPE 
AACQAAVRETKSQTSVTLSIVHCPPVT 




M1NT3 


3169808 


2 


^VTTAIIHRPHAREQLGFCVEDGIICSLLRGGIAERGGIRVG 
HRIIEINGQSVVATPHARIIELLTEAYGEVHIKTMPAATYR 
LLTGNSS 






189785 


1 


^KVRLIQFEKVTEEPMGITLKLNEKQSCTVARILHGGMIH 
RQGSLHVGDEILEINGTNVTNHSVDQLQKAMKETKGMIS 

LKVIPNQ 


,324 i 




939884 




-•VPPDAVRMVOIRK 1 AubHLuV 1 hKVbuGbLVlAKlLHUU 
MVAQQGLLHVGDIIKEVNGQPVGSDPRALQELLRNASGS 

VILKILPNYQ 




MPP3 


1022812 




MIDBDFDEESVKIVRLVKNKEPLGATIRRDEHSGAVVVAR 
IMRGGAADRSGLVHVGDELREVNGIAVLHKRPDEISQILA 
QSQGSITLKIIPATQEEDR 




MUPPl 


2104784 




QGRHVEVFELLKPPSGGLGFSVVGLRSENRGELGIFVQEI 
QEGSVAHRDGRLKETDQILAINGQALDQTITHQQAISILQ 
KAKDTVQLVIARGSLPQLV 




MlJPPl 


2104784 


2 


PVHWQHMETIELVNDGSGLGFGIIGGKATGVIVKTILPGG 
VADQHGRLCSGDHILKIGDTDLAGMSSEQVAQVLRQCG 
NRVKLMIARGAIEERTAPT 




MUPPl 


2104784 


3 


QEShl F UVEL 1 K.NV(^uLul 1 lAGYlGURJs.LbrJ)Ulr V1S.S1 1 
KSSAVEHDGRIQIGDQIIAVDGTNLQGFTNQQAVEVLRHT 
GQl VLLTLMRRGMKQEA 




_ 

MUPPl 


2104784 


4 


LNYEIVVAHVSKFSENSGLGISLEATVGHHFIRSVLPEGPV 
GHSGKLFSGDELLEVNGiTLLGENHQDVVNILKELPlEVT 
MVCCRRTVPPT 


330 


MUPPl 


2104784 


5 


WEAGIQHIELEKGSKGLGFSILDYQDPIDPASTVIIIRSLVP i 331 
GGIAEKDGRLLPGDRLMFVNDVNLENSSLF:HAVliALK(iA| 








PSGTVRIGVAKPLPLSPEENSS 




MUPPl 


2104784 


6 


RNVSKESFERTINIAKGNSSLGMTVSANKDGLGMIVRSIIII 
GGAISRDGRIAIGDCILSINEESTISVTNAQARAMLRRHSLI 
GPDIKITYVPAEHLEE 


332 


muppT" 


2104784 


7 


LNW^QPRRVELWREPSKSLGISIVGGRGMGSRLSNGEVM 
RGIFIKHVLEDSPAGKNGTLKPGDRIVEVDGMDLRDASHF 
QAVEAIRKAGNPVVFMVQSIINRPRKSPLPSLL 


333 




Z 1 U4 / 64 




LTGELHMIELEKGHSGLGLSLAGNKDRSRMSVFIVGIDPN 
GAAGKDGRLQIADELLEINGQILYGRSHQNASSIIKCAPSK 
VKIIFIRNKDAVNQ 


3J4 


IvHJPPl 


2104784 


9 


LSSFKNVQHLELPKDQGGLGIAISEEDTLSGVIIKSLTEHG 
VAATDGRLKVGDQILAVDDEIVVGYPIEKFISLLKTAKMT 
VKLTIHAENPDSQ 


335 



65470467. 1 



11 



Gene Name 


Glor 

^ccH 




Sequence fused to GST Construct i 


SBQ ID 
NO: 


mOppT^ 


2104784 


0 


LPGCETTIEISKGRTGLGLSIVGGSDTLLGAIlIHEiVYEEGA 
ACKDGRLWAGDQILEVNGIDLRKATHDEAINVLRQTPQR 
VRLTLYRDEAPYKE 




mijppI 


2104784 


1 


KEEEVCDTLTIELQKKPGKGLGLSIVGKRNDTGVFVSDIV 
KGGIADADGRLMQGDQILMVNGEDVRNATQEAVAALLK 
CSLGTVTLEVGRIKAGPFHS 


337 


MlJPPl 


2104784 


12 


.OGLRTVEiVlKKGPTDSLGlSlAGGVGSPLGDVPIFIAMMli 
PIGVAAQTQKLRVGDRIVTICGTSTEGMTHTQAVNLLKN 
ASGSIEMQVVAGGDVSV 




M iJp p'i ' 


2 1 04784 


13 


^GPPQCKSITLERGPDGLGFSIVGGYGSPHGDLPIYVKTVF 
AKGAASEDGRLKRGDQIIAVNGQSLEGVTHEEAVAILKR 
TKGTVTLMVLS 




NeDLG 


10863920 




IQYEEIVLERGNSGLGFSIAGGIDNPHVPDDPGIFITKIIPGG 
AAAMDGRLGVNDCVLRVNEVEVSEVVHSRAVEALKEA 
GPVVRLVVRRRQN 


3.4Q 


NeDLG 


10863920 




rrLLKGPKGLGFSlAGGIGNQHIPGDNSIYITKIIEGGAAQK 
DGRLQ IG DRLLAVNNTNLQDVRHEEAV ASLKNTSDM VY 

LKVAKPGSLE 


341 


NeDLG 


10863920 


3 


ILLHKGSTGLGFNIVGGEDGEGIFVSFILAGGPADLSGELR 
RGDRILSVNGVNLRNATHEQAAAALKRAGQSVTIVAQYR 
PEEYSRFESKIHDLREQMMNSSMSSGSGSLRTSEKRSEE 


"'l42'" 


Neurabin 11 


AJ40T 189 


1 


CVERLELFPVELEKDSEGLGISIIGMGAGADMGLEKLGll-V 
KrVTEGGAAHRDGRlQVNDLLVE;VDGTSLVGVTQSl-AAS 
VLRNTKGRVRFMIGRERPGEQSEVAQRIHRD(SeQ4© 
NQ:2^7) 


343 


NOSl 


642525 




IQPNVISVRLFKRKVGGLGFLVKERVSKPPVIISDLIRGGA 
AEOSGLIQAGDIILAVNGRPLVDLSYDSALEVLRGIASETM 

VVLILRGP 




novcrPDZ ^ 
gene 


7228177 


1 


QANSDIiSDlillSVRVEKSPAGRLGFSVRGGSEHGLGlFVSK 
VEEGSSAERAGLCVGDKITEVNGLSLESTTMGSAVKVLTS 
SSRLHMMVRRMGRVPGIKFSKEKNSS 




novel PDZ 
gene 


7228177 


2 


PSDTSSEDGVRRIVHLYTTSDDFCLGFNIRGGKEFGLGIYV 
SKVDHGGLAEENGIKVGDQVLAANGVRFDDISHSQAVEV 
LKGOTHIMLTIKETGRYPAYKEMNSS 




Novel 
Serine 
Protease 


1621243 




KIKKFLTESHDRQAKGKAITKKKYIGIRMMSLTSSKAKEE 
KDRHRDFPDVISGAYIIEVIPDTPAEAGGLKEN D VI I S IN GQ 
SVVSANDVSDVIKRESTLNMVVRRGNEDIMITV 


347 


Numb 
Binding 

Protein 


AK05682 
3 


1 


PDGEITSIKINRVDPSESLSIRLVGGSETPLVHIIIQHIYRDG 
VIARDGRLLPGDIILKVNGMDISNVPHNYAVRLLRQPCQV 

LWLTVMREOKFRSRNSS 




^lumb 

Binding 

Protein 


AK05682 
3 


2 


HRPRDDSFHVILNKSSPEEQLGIKLVRKVDEPGVFIFNVLD 
GGVAYRHGQLEENDRVLAINGHDLRYGSPESAAHLIQAS 
ERRVHLVVSRQVRQRSPENSS 




[Numb 
Binding 
|p rote in 


AK05682 
3 


3 


PTITCHEKVVNIQKDPGESLGMTVAGGASHREWDLPIYVI 
SVEPGGVISRDGRIKTGDILLNVDGVELTEVSRSEAVALL 
KRTSSSIVLKALEVKEYEPQEFIV 


350 


lOuter 
[Membrane 


7023825 




LLTEEEINLTRGPSGLGFNIVGGTDQQYVSNDSGIYVSRIK 
ENGAAALDGRLQEGDKILSVNGQDLKNLLHQDAVDLFR 


351 


65470467. 1 






12 





Gene Name 


GI or 

Acc-// 


PDZ# 


Sequence fused to GST Construct 


SEP ID i 
NO: 1 








NAGYAVSLRVQHRLQVQNGIHS 




p55T 


12733367 




'VDAIRILGIHKRAGEPLGVTFRVENNDLVIARILHGGMID 
RQGLLHVGDIIKEVNGHEVGNNPKELQELLKNISGSVTLK 
ILPSYRDTITPQO 




PAR3 


8037914 


1 


-"NFSLDDMVKLVEVPNDGGPLGIHVVPFSARGGRl LGLL 
VKRLEKGGKAEHENLFRENDCIVRINDGDLRNRRI 1 QAQ 
HMFRQAMRTPIIWFHVVPAANKEQYEQ 




PAR3 


8037914 


2 


GKRLNIQLKKGTEGLGFSITSRDVTIGGSAPIYVKNILPRG 
AAIQDGRLKAGDRLIEVNGVDLVGKSQEEVVSLLRS 1 KM 
EGTVSLLVFRQEDA 




PAR3 


8037914 




PREFLTFEVPLNDSGSAGLGVSVKGNRSKENHADLGIFVK 
SIINGGAASKDGRLRVNDQLIAVNGESLLGKTNQDAMET 
LRRSMSTEGNKRGMIQLIVASRISKCNELKSNSS 


315 


PAR3-like 


AF42825 
0 




^RTKDTLSDMTRTVEISGEGGPLGIHVVPFFSSLSGRILGLF 
IRGiEDNSRSKREGLFHENFiClVKlNNVDLVDKTFAQAQD 
VFRQAMKSPSVLLHVLPPQNR 


,356 


PAR3-iike 


A i- 4282 5 
0 




SNKNAKKIKIDLKKGPEGLGFTVVTRDSSn-lGPGPlFVKNl 
LPKGAAIKDGRLQSGDRILEVNGRDVTGRTQEELVAMLR 
STKQGETASLVIARQEGH 


357 


PAR3-like 


AF42825 
0 


3 


[TSEQLTFEIPLNDSGSAGLGVSLKGNKSRETGTDLGIFIKS 
IIHGGAAFKDGRLRMNDQLIAVNGESLLGKSNHEAMETL 
RRSMSMEGNIRGMIQLVILRRPERP 




PAR6 


261301 1 


1 


PETHRRVRLHKHGSDRPLGFYIRDGMSVRVAPQGLERVP 
GIFISRLVRGGLAESTGLLAVSDEILEVNGIEVAGKTLDQV 
TDMMVANS^^NLIVTVKPANQRNNVNSS 


.3.59 


PAR6 

Bi:: TA 


135371 16 




PVSSIIDVDILPETHRRVRLYKYGTEKPLGFYIRDGSSVRV 
TPHGLEKVPGIFISRLVPGGLAQSrGLLAVNDEVLEVNGIl^ 
VSGKSLDQVTDMMIANSRNLIITVRPANQRNNRUIRD 


3,60 


PAR6 
GAMMA 


135371 18 




IDVDLVPETHRRVRLHRFIGCEKPLGFYIRDGASVRVTPMG 
L E K V PG 1 F 1 S RM V PGG L A ESTG LL A VN DE V EE VN G 1 E V AC} 
KTLDQVTDMMIANSHNLIVTVKPANQRNNVV 


361 


PDZ-73 


5031978 




RSRKLKEVRLDRLHPEGLGLSVRGGLEFGCGLFISHLIKG 

GQADSVGLQVGDEIVRINGYSISSCTHEEVINLIRTKKTVSI 

KVRHIGLIPVKSSPDEFH 


3.62 


PDZ-73 


5031978 


2 


IPGNRENKEKKVFISLVGSRGLGCSISSGPIQKPGIFISHVKP 
GSLSAEVGLEIGDQIVEVNGVDFSNLDHKEAVNVLKSSRS 
LTISIVAAAGRELFMTDEF 


3.63 


pT3z-73 


5031978 


3 


PEQIMGKDVRLLRIKKEGSLDLALEGGVDSPIGKVVVSAV 
YERGAAERHGGIVKGDEIMAINGKIVTDYTLAEADAALQ 
KAWNQGGDWIDLVVAVCPPKEYDD 




PDZK.1 


2944188 


1 


LTSTFNPRECKLSKQEGQNYGFFLRIEKDTEGHLVRVVEK 
CSPAEKAGLQDGDRVLRINGVFVDKEEHMQVVDLVRKS 
GNSVTLLVLDGDSYEKAGSPGIHRD 


365 


PDZKl 


2944188 


2 


RLCYLVKEGGSYGFSLKTVQGKKGVYMTDITPQGVAMR 
AGVLADDHLIEVNGENVEDASHEEVVEKVKKSGSRVMF 
LLVDKETDKREFIVTD 


366 


PDZkl'^^ 


2944188 




QFKRETASLKLLPHQPRIVEMKKGSNGYGFYLRAGSEQK 


367 ' 



65-17()-'(f)7.1 



13 



Gene Name 


Glor 
Acc# 


PDZ# 


Sequence fused to GST Construct 


si;q id 

NO: 








GQIIKDIDSGSPAEEAGLKNNDLVVAVNGESVETLDHDSV 
VEMIRKGGDQTSLLVVDKETDNMYRLAEFIVTD 




PDzki 


29441 88 


4 


PDTTEEVDHKPKLCRLAKGENGYGFHLNAIRGLPGSFIKE 
VQKGGPADLAGLEDEDVIIEVNGVNVLDEPYEKVVDRIQ 
SSGKNVTLLVZGKNSS 


.368 


PICKl 


467841 1 


1 


PTVPGKVTLQKDAQNLIGISIGGGAQYCPCLYIVQVFDNT 
PAALDGTVAAGDEITGVNGRSIKGKTKVEVAKMIQEVKG 
EVTIHYNKLQ 


369 


PIST 


98374330 


1 


SQGVGPIRKVLLLKEDHEGLGISITGGKEHGVPILISEIHPG 
QPADRCGGLHVGDAILAVNGVNLRDTKHKEAVTILSQQR 
GEIEFEVVYVAPEVDSD 


37Q 


pr[L16 


1478492 


1 


IHVTILHKEEGAGLGFSLAGGADLENKVITVHRVFPNGLA 
SQEGTIQKGNEVLSINGKSLKGTTHHDALAILRQAREPRQ 
AVIVTRKLTPEEFIVTD 


37.1 


pr!U6 


1478492 


2 


FAEATVCTVTLEKMSAGLGFSLEGGKGSLHGDKPLTINRI 
FKGAASEQSETVQPGDEILQLGGTAMOGLTRFEAWNIIKA 
LPDGPVTIVIRRKSLQSK 


372 


PSAP 


6409315^ 




IREAKYSGVLSSIGKIFKEEGLLGFFVGLIPHLLGDVVFLW 
GCNLLAHFINAYLVDDSVSDTPGGLGNDQNPGSQFSQAL 
AIRSYTKFVMGIAVSMLTYPFLLVGDLMAVNNCGLQAGE 
PPYSPVFKSWIHCWKYLSVQGQLFRGSSLLFRRVSSGSCl- 
ALE 


373 


PSD95 


3318652 


1 


LEYEelTLERGNSGLGFSIAGGTDNPHIGDDPSIFrfKlIPGG 
AAAQDGRLRVNDSILFVNEVDVREVTHSAAVEALKEAGS 
IVRLYVMRRKPPAENSS 


37.4 


PSD95 


3378652 " 




IIVMRRKPPAEKVMEIKLIKGPKGLGFSIAGGVGNQHIPGD 
NSIYVTKIIEGGAAHKDGRLQIGDKILAVNSVGLEDVMHE 
DAVAALKNTYDVVYLKVAKPSNAYLLEFIVTD 


375 


PSD95 


33r86~52" 


3 


RERHTPRTEANCDHRGSTGLGFNIVGGEDGEGILSPLSWP 
GALQTSVGSCGRGTRSCRSTVWTSEMPAMSRLPLP 


.376 


p rN-3 


179912 


1 


QNDNGDSYLVLIRITPDEDGKFGFNLKGGVDQKMPLVVS 
RINPESPADTCIPKLNEGDQIVLINGRDISEHTHDQVVMFl 
KASRESHSRELALVIRRRAVRS 


377 


PTN-4 


190747 


1 


IRMKPDENGRFGFNVKGGYDQKMPVIVSRVAPG i PADLC 
VPRLNEGDQVVLINGRDIAEHTHDQVVLFIKASCLRHSGL 
LMLLVRPNA 


378 


PTPLl 


515030 


1 


PEREITLVNLKKDAKYGLGFQIIGGEKMGRLDLGIFISSVA 
PGGPADFHGCLKPGDRLISVNSVSLEGVSHHAAIEILQNA 
PEDVTLVISQPKEKISKVPSTPVHL 


3.79 


I'TPLl'"""" 


515030 


2 


GDIFEVELAKNDNSLGISVTGGVNTSVRHGGIYVKAVIPQ 
GAAESDGRlHKGDRVLAVNGVSLEGATHKQAVlilLRN'r 
GQVVHLLLEKGQSPTSK 


380 


P TPL.l 


5 I 5030 


3 


TEENTFEVKLFKNSSGLGFSFSREDNLIPEQINASIVRVKK 
LFAGQPAAESGKIDVGDVILKVNGASLKGLSQQEVISALR 
GTAPEVFLLLCRPPPGVLPEIDT 




PTPLl 


515030 


4 


ELEVELLITLIKSEKASLGFTVTKGNQRIGCYVHDVIQDPA 
KSDGRLKPGDRLIKVNDTDVTNMTHTDAVNLLRAASKT 
VRLVIGRVLELPRIPMLPH 


3.82 



65-170467.1 
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Gene Name 


Gl or 
Acc# 


PDZ# 


Sequence fused to GST Construct 


SiiQJP 
NO: 


PTPLl 


515030 


5 


MLPHLLPDITLTCNKEELGFSLCGGHDSLYQVVYlSDl^iPR 
SVAAIEGNLQLLDVIHYVNGVSTQGMTLEEVNRALDMSL 
PSLVLKATRNDLPV 


,383 


RGSlT"' 


3290015 




RPSPPRVRSVEVARGRAGYGFTLSGQAPCVLSCVMRGSP 
ADFVGLRAGDQILAVNEINVKKASHEDVVKLIGKCSGVL 
HMVIAEGVGRFESCSNSS 


384 


RGS3 


18644735 




LCSERRYRQITIPRGKDGFGFTICCDSPVRVQAVDSGGPAE 
RAGLQQLDTVLQLNERPVEHWKCVELAHEIRSCPSEIILL 
V WRM V PQ VKPGIHRD 


"' 385 " i 


liho-G AP 
10 


NM02082 
4 




SEDETFSWPGPKTVTLKRTSQGFGFTLRHFIVYPPESAIQI- 
SYKDEENGNRGGKQRNRLEPMDTIFVKQVKEGGPAFE-A 
GLCTGDRIIKVNGESVIGKTYSQVIALIQNSDTTLELSVMP 
KDED 


386 '"'1 


Rhophi lin- 
like 


14279408 




SAKNRWRLVGPVHLTRGEGGFGLTLRGDSPVLIAAVIPGS 
QAAAAGLKEGDYIVSVNGQPCRWWRHAEVVTELKAAG 
EAGASLQVVSLLPSSRLPSl 


387 i 


Serine 
Protease 


2738914 




RGEKKNSSSGISGSQRRYIGVMMLTLSPSILAELQLREPSF 
PDVQHGVLIHKVILGSPAHRAGLRPGDVILAIGEQMVQN 
AEDVYEAVRTQSQLAVQIRRGRETLTLYVNSS 


388 1 


Shank'2'"' 


6049185 


1 


LEEKTVVLQKKDNEGFGFVLRGAKADTPIEEFTPTPAFPA 
LQYLESVDEGGVAWQAGLRTGDFLIEVNNENVVKVGHR 
OVVNMIROGGNHLVLKVVTVTRNLDPDDNSS 


38? 1 


Shank 3 




1 


SDYVIDDKVAVLQKRDHEGFGFVLRGAKAETPIEEFTPTP 
AFPALQYLESVDVEGVAWRAGLRTGDFLIEVNGVNVVK 
VGHKQVVALIRQGGNRLVMKVVSVTRKPEEDG 


390 


Shroom 


18652858 


1 


ISNTATKGRYIYLEAFLEGGAPWGFTLKGGLEHGEPLIiSK 
VEEGGKADTLSSKLOAGDEVVIIINHVTLSSSRKEAVSLV 
KGSYKTLRLVVRRDVCTDPGHAD 


3.91 


Similar to 
GRASP65 


14286261 




MG iIg V~S AEQP AC}G AEG FH 1 JlG V QEN S P AQQ AG LF.P Y F D 
FIITIGHSRLNKENDTLKALLKANVEKPVKLEVFNMKFMR 
VREVEVVPSNMWGGQGLLGASVRFCSFRRASE 


.392 


Similar to 
GRASP65 


14286261 


2 


RASEQVWHVLDVEPSSPAALAGLRPYTDYVVGSDQILQE 
SEDFFTLIESHEGKPLKLMVYNSKSDSCRESGMWHWLW 
VSTPDPNSAPQLPQEATWHPTTFCSTTWCPTT 


3.93 


Similar to 
l.igand of 
Numb px2 
Similar to 
Ligand of 
Numb px2 


BC03675 
5 


1 


IQPLSLPEGFITTIEIHRSNPYIQLGISIVGGNETPLINIVIQEV 
YRDG V 1 ARDG RLLAGDQILQVNNYNISNVSHNYARAVLS 
OPCN I LHL rVLRERRFGNRAH 


.394 


BC03675 
5 


2 


SNSPREEIFQVALHKRDSGEQLGIKLVRRTDEPGVFILDLL 
EGGLAAQDGRLSSNDRVLAINGHDLKYGTPELAAQIIQAS 
GERVNLTIARPGKPOPG 


3_95 


Similar to 
Ligand of 
Numb px2 


BC03675 
5 


3 


QCVTCQEKHITVKKEPHESLGMTVAGGRGSKSGELPIFVT 
SVPPHGCLARDGRIKRGDVLLNINGIDLTNLSHSEAVAML 
KASAASPAVALKALEVQIVEEAT 


396 


Similar to 
Ligand of 
Numb px2 


BC03675 
5 


4 


PSTLHSCHDIVLRRSYLGSWGFSIVGGYEENHTNQPFFIK'r 
IVLGTPAYYDGRLKCGDMIVAVNGLSTVGMSHSALVPM 
LKEORNKVTLTVICWPGS 


397 


Similar to 
PTP 


21595065 




SVTDGPKFEVKLKKNANGLGFSFVQMEKESCSHLKSDLV 
RIKRLFPGOPAEENGAIAAGDIILAVNGRSTEGLIFQEVLH 


.398 



65470467. 1 
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Cjene Name 


Gl or 

Acc// 


PDZ// 


Sequence fused to GST Construct 


SEQ ID : 
NO: : 


Homolog 






LLRGAPQEVTLLLCRPPPGA 




SIPl 


2047327' 


1 


QPEPLRPRLCRLVRGEQGYGFHLHGEKGRRGQFIRRVEPG 
SPAEAAALRAGDRLVEVNGVNVEGETHHQVVQRIKAVE 
GQTRLLVVDQETDEELRRRNSS 


399 


SIPl 


2047327 


2 


PLRELRPRLCHLRKGPQGYGFNLHSDKSRPGQYIRSVDPG 
SPAARSGLRAQDRLIEVNGQNVEGLRHAEVVASIKARED 
EARLLVVDPETDEHFKRNSS 


40Q : 


sifXc-Ts 


8886071 




PGVREIHLCKDERGKTGLRLRKVDQGLFVQLVQANTPAS 
LVGLRFGDQLLQIDGRDCAGWSSHKAHQVVKKASGDKI 
VVVVRDRPFQRTVTM 


40.1 : 


SITAC-rS 


8886071 


2 


PFQRTVTMHKDSMGHVGFVIKKGKIVSLVKGSSAARNGL 
LTNHYVCEVDGQNVIGLKDKKIMEILATAGNVVTLTIIPS 
VIYEHIVEFIV 


402 


SNPCHA 


20809633 


1 


SLERPRFCLLSKEEGKSFGFHLQQELGRAGHVVCRVDPGT 
SAQRQGLQEGDRILAVNNDVVEHEDYAVVVRRIRASSPR 
VELTVLARHAHDVARAQ 


W. 


'SNPCTlA 


20809633 


3 


ISEPTKPRCLHEEKGPQGFGFEEREEKGEDGRPGQFEWEV 
DPGEPAKKAGMQAGDREVAVAGESVEGEGHEETVSRIO 
GQGSCVSETVVDPEADR 


404 


SNPCTlA 


20809633 


4 


IPSVPLGSRQCFLYPGPGGSYGFRLSCVASGPRLFISOVTF 
GGSAARAGLQVGDVILEVNGYPVGGQNDEEREQQEPEA 
EPPLCLKLAARSLRGLE 


405 


Shank! 


7025450 




LKEKTVLLQKKDSEGFGFVLRGAKAQTPIEEFTPTPAFPA 
LQYLESVDEGGVAWRAGLRMGDFLIEVNGQNVVKVGH 
RQVVNMIRQGGNTLMVKVVMVTRHPDMDEAVQNSS 


,406 


SYNTENIN 


2795862 


1 


LEIKQGIREVILCKDQDGKIGLRLKSIDNGIFVQLVQANSP 
ASLVGLRFGDQVLQINGENCAGWSSDKAHKVLKQAFGE 
KITMRIHRD 


.407 


SYNTENIN 


2795862 


2 


LRDRPFERTITMHKDSTGHVGFIFKNGKITSIVKDSSAARN 
GLLTEHNICEINGQNVIGLKDSQIADILSTSGTVVTITMPAF 

IFEHMNSS 


408 


Syntrophin 1 
alpha 


1 145727 


1 


QRRRVTVRKADAGGLGISIKGGRENKMPILISKIFKGLAA 
DQTEALFVGDAILSVNGEDLSSATHDEAVQVLKKTGKEV 
VLEVKYMKDVSPYFK 


409 


Syntrophin 
beta 2 


476700 


1 


PVRRVVKQEAGGLGISIKGGRENRMPILISKIFPGLAADQS 
RALREGDAILSVNGTDLRQATHDQAVQALKRAGKEVLL 
EVKFIRE 


4J.Q 


Syntrophin 
gamma 1 


9507162 




EPFYSGERTVTIRRQTVGGFGLSIKGGAEHNIPVVVSKISK 
EQRAELSGLLFIGDAILQnMGINVRKCRHEEVVQVLRNAG 
EEVTLTVSFLKRAPAFLKLP 


4].l 


Syntrophin 

gamma 2 


9507164 




SHQGRNRRTVTLRRQPVGGLGLSIKGGSEHNVPVVISKIF 
EDQAADQTGMLFVGDAVLQVNGIHVENATHEEVVHLLR 
NAGDEVTITVEYLREAPAFLK 


^11 


rAX2-like 
protein 


3253116" 


1 


RGETKEVEVTKTEDALGLTITDNGAGYAFIKRIKEGSIINR 
EAVCVGDSIEAINDHSIVGCRHYEVAKMLRELPKSQPFTE 
RLVOPKRAF 


413 


tiamI 


4507500 


1 


HSIHIEKSDTAADTYGFSLSSVEEDGIRRLYVNSVKETGLA 


4)4 



654704(17.1 



16 



Cjene Name 


Gl 01- 

Acc// 




Sequence fused to GST Construct 


SI 0 ID 
MC)- 








SKKGLKAGDEILEINNRAADALNSSMLKDFLSQPSLGLLV 




zzz 






RTYPELE 




riAM 2 


6912703 




LNVYUVQL 1 K 1 GbVL-Urur AV 1 Al^V iJt,K(s<'rlUc>Kii laUV 
LPDGEAYGEGLRKGNEIMTLNGEAVSDLDLKQMEALI-SE 
KSVGLTLIARPPDTKATL 




TIPl 


2613001 




QRVElHKLKQGbNLlLGr SRjUUllJ(^Urb>s^Nrr iiitJts. l ijklj 
YVTRVSEGGPAEIAGLQIGDKIMQVNGWDMTMVTHDQ 
ARKRLTKRSEEVVRLLVTRQSLQK 




riP2 


2613003 




RKEVEVFKSEDALGLTITDNGAGYAFIKRIKEGSVIDHIHL 
ISVCDMIEAINGOSLLGCRHYEVARLLKELPRGRTFTLKL 
TEPRK 


4.17 


riP33 


2613007 


1 


-fSHPRVVbLPK.! UbuLuFN VMuuls.bv^lN&rl Y ISKllruu V/\ 

ERHGGLKRGDQLLSVNGVSVEGEHHEKAVELLKAAKDS 
VKLVVRYTPKVL 




riP43 


261301 i 




-vSNQKRG VKVLKQbLGGL(jlSlKOUK.bNls.JVlrlLlbRlr 

AADQTQALYVGDAILSVNGADLRDATHDEAVQALKRAG 

KEVLLEVKYMREATPYVKNSS 




Unknown 
PDZ gene 




1 


QRoSlK 1 VhLlKCjNL(jS VOL 1 LKLVv^o 1 UU Y AUn V lib 1 V A 
PNSPAAIADLQRGDRLIAIGGVKITSTLQVLKLIKQAGDRV 
LVYYERPVGOSNOGA 




X-1 1 beta 


3005559 


1 


[HFSNSENCKELQLEKHKGEILGVVVVESGWGSILPTVILA 
NMMNGGPAARSGKLSIGDQIMSINGTSLVGLPLATCQGII 
KGLKNQTQVKLNIVSCPPVTTVLIKRNSS 




X-1 1 beta 


3005559 


2 


IPPV 1 1 VblKRrUbK.YybGraVv^NullCSLlVlKUulAtJ<^.jU v 
RVGHRIIEINGQSVVATAHEKIVQALSNSVGEIHMKTMPA 
AMFRLETGQENSS 




ZO^ 


292937 


1 


IWEQHTVTLHRAPGFGFGIAISGGRDMPHFQSGETSIVISD 
VLKGGPAEGQLQENDRVAMVNGVSMDNVEHAFAVQQE 
RKSGKNAKITIRRKKKVQIPNSS 




ZO-1 


292937 


2 


ISSQPAKP 1 KV 1 LVKbRKNbbYubKLAsHlr' VN.biai^Ucsl./\ 
ARDGNIQEGDVVLKINGTVTENMSLTDAKTLIERSKGKL 
KMVVQRDRATLLNSS 


.424 


ZO- 1 


292937 


3 


IRMKLVKr RKGUbVuLKJ-iAGGNUVUlr VAUVLbUsrA/\R 
EGLEEGDQILRVNNVDFTNIIREEAVLFLLDLPKGEEVTIL 
AOKKKDVFSN 




ZO-2 


12734763 


1 


LIWEQYTVTLQKDSKRGFGIAVSGGRDNPHFENGETSIVIS 
DVLPGGPADGLLQENDRVVMVNGTPMEDVLHSFAVOQl^ 
RKSGKVAAIVVKRPRKV 


.426 


ZO-2 


12734763 


2 


RVLLMKSRANEEYGLRLGSQIFVKEMTRTGLATKDGNLH 
EGDIILKINGTVTENMSLTDARKLIEKSRGKLQLVVERDS 


427 ' 


Z0~2 


12734763 




HAPNTKMVRFKKGDSVGLRLAGGNDVGIFVAGIQbG ISA 
EQEGLQEGDQILKVNTQDFRGLVREDAVLYLLEIPKGEM 

VTILAQSRADVY 






10092690 


1 


IPGNSTIWEQHTATLSKDPRRGFGIAISGGRDRPGGSMVV 
SDVVPGGPAEGRLQTGDHIVMVNGVSMENATSAFAIQIL 
KTCrKMANITVKRPRRIHLPAEFIVTD 


42? 


ZO-3 


10092690 


2 


QDVQMKPVKSVLVKRRDSEEFGVKLGSQIFIKHITDSGLA 
ARHRGLQEGDLILQINGVSSQNLSLNDTRRLIEKSEGKLSL 


430 



65470467. 1 



Gene Name 


Glor 
Acc# 


PDZ# 


Sequence fused to GST Construct 


SEP ID i 
NO; i 








LVLRDRGQFLVNIPNSS 




ZO-3 


10092690 




RGYSPDTRVVRFLKGKSiGLRLAGGNDVGIFVSGVQAGSP 
ADGQGIQEGDQILQVNDVPFQNLTREEAVQFLLGLPPGEB 
MELVTQRKQDIFWKMVQSEFIVTD 


431 



*: No GI number for this PDZ domain containing protein - it was computer cloned by 
J.S. using rat SliankS seq against human genomic clone AC000036. In siHco spliced 
together nt6400-6496, 6985-7109, 721 1-7400 to create hypothetical human Shank3. 



At page 49 through page 50, please replace Table 4 with the following Table 4: 



TABLE 4 

Primers used in cloning of RIM2 PDZ domain 1 . 



ID// (Primer 
Name) 


Primer Sequence 


Description 


Seq 
ID 


1968 

(688KIFI0) 


AAAGATCTCCCTTA 
ACGAGGAGCATAG 


Forward (5' to 3') primer corresponding to 
RIM2, domain 1. Generates a Bglll site 
upstream (5') of the PDZ boundary. Used for 
cloning into pGEX-3X. 


-2-7-3 
431 


1093 (319 
KIR) 


GAACAATTGCAATA 
GGCCTTGAAACTAC 


Reverse (3' to 5') primer corresponding to 
R1M2, domain 1, Generates a Mfel site 
downstream (3') of the PDZ boundary. Used 
for cloning into pGEX-3X. 


-2-74 

431 



At page 50, lines 2 through lines 9, please replace the paragraph with the following paragraph: 



RIM2, PDZ domain 1: GI#: 12734165; Construct: RIM2, PDZ domain l-pGEX-3X; 
primers: 1968 & 1093; Vector Cloning Sites (5V3'): Bam Hl/EcoRl; Insert Cloning Sites(573'): 

Bglll/Mfel 
aa 1- aa 126 



65470467.1 



TLNEEHSIISDKHPVTWQPSKDGDRLIGRILLNKRLKDGSVPRDSGAMLGLKVVGGKMT 
ESGRLCAFirKVKKGSLADTVGHLRPGDEVLEWNGRLLQGATFEEVYNIILESKPEPQVE 
LVVSRPIG (SEP ID NO:437) 

Al page 54 through page 59, please replace Table 5 with the following Table 5 



Table 5 

Oligonucleotide primers used for RT-PCR 



AVC 








SEC ID 




No 


Oiigo Name 




Sequence 


NO' 


Description 


3303 


Zo-3 dom3 FA 




Gcalccaggagggagatcag 


437 


forward amplicon primer 


3302 


Zo-3 d()m3 RA 




aggttctggaatggcacgtc 


438 


reverse amplicon primer 


3301 


Zo-3 dom3 FB 




gggcatccaggagggagat 


439 


forward amplicon primer 


3300 Zo-3 dom3 RB 




caggttctggaatggcacg 


440 


reverse amplicon primer 


3299 


Zo-3 doml FA 




caggcgaccacatcgtcat 


441 


foi ward amplicon pnmei 


3298 


Zo-3 doml RA 




gaggtggcattctccatgga 


442 


reverse amp icon primei 


3297 


Zo-3 doml FB 




Iccatggagaatgccacctc 


443 


forward amplicon primer 


3296 Zo-3 doml RB 




ccatcttggtgcaggtcttga 


444 


reverse amplicon primer 


3295 


Zo-2 dom 1 FA 




agtggtcatggtcaatggca 


445 


forward amplicon primer 


3294 


Zo-2 dom 1 RA 




gcaaacgaatgaagcacatcc 


446. 


reverse amplicon primer 


3293 


Zo-2 doml FB 




clgatgggclgctccaaga 


447 


forward amplicon primer 


3292 


Zo-2 dom 1 RB 




gggtgccattgaccatgac 


448 


reverse amplicon primer 


3291 


Zo-2 dom2 FA 




agtatggtctccggcttggg 


449 


forward amplicon primer 


3290 


Zo-2 dom2 RA 




ttcgggtcatltcctttacga 


450 


reverse amplicon primer 


3289 


Zo-2 dom2 FB 




gatgaaaagcagagcgaacga 


451 


forward amplicon primer 


3288 


Zo-2 dom 2 RB 




cgaagatctgactcccaagcc 


452 


reverse amplicon primer 




KIA0340 DOM 


1 2ND 




453 




3252 


R 




caccaagtcgtcctaagtcagtcat 




reverse amplicon primer 


3251 


K1A0340 DOM 


1 2NDf 


^tgggtctgaaagttgttggagg 


454 


forward amplicon primer 


3250 


GRIP2 DOM 5 2ND R 


cagttgtccaggcggatattg 




reverse amplicon primer 


3249 


GRn'2 DOM 5 2ND F 


ggagccaggcgacaagc 


456 


forward amplicon primer 




LIM MYST DOM 1 




457 




3248 


2ND R 




cgttgatggccacgattatgt 




reverse amplicon primer 




LIM MYST DOM 1 




458 




3247 


2ND F 




aaagccaaggacgctgacct 




forward amplicon primer 




K.IA0316 DOM 


1 2ND 




459 




3246 


R 




aggagtatcgattctttgcagctt 




reverse amplicon primer 


3245 


K1A0316 DOM 


1 2ND Fcagagagcgggtcatcgatc 


460 


forward amplicon primer 


3244 


MAGI2 D0M5 2ND R 


tcctaccctcatcctcccatt 


461 


reverse amplicon primer 


3243 


MAG12 D0M5 2ND F 


agactggcagaagatggacca 


462 


forward amplicon primer 


3242 


MASTl DOM 1 


2ND R 


Iccgtgtcacccatgtagacac 


463 


reverse amplicon primer 


3241 


MASTl DOM 1 2NDF gaagtatggcttcacactgcgt 


464 


forward amplicon primer 


3240 


M1NT3 COMPL 2ND R catgcctggactccaggct 


465 


reverse amplicon primer 


3239 


MINTS COMPL 2ND F 


cgatttgggaactgcctgaa 


466 


forward amplicon primer 


3238 


MUPPl DOM 3 2ND R caatgtagccagcaatggtaattc 


467 


reverse amplicon primer 


3237 


MUPPl DOM 3 2ND F 


gaactcactaaaaatgtccaaggattag 


468 


forward amplicon primer 


3236 NOVl-L PDZ DOM 1 


ccatggtggtgctctccag 


469 


reverse amplicon primer 



65')7()467.1 



19 



No 


Oligo Name 


Sequence 




Description 




2ND R 










NOVEL PDZ DOM 1 




470 




3235 


2ND F 


gggacaagatcacggaggtg 




forward ampiicon primer 


3234 


NSP DOM 1 2ND R 


cgctcctgagatcacgtctg 


471 


reverse ampiicon primer 


3233 


NSP DOM 1 2ND F 


aaagagctgaaggaccggc 


472 


forward ampiicon primer 


3232 


HERl 2NDR 


tggccatcacgtaggcttc 


473 


reverse ampiicon primer 


3231 


HERl 2NDF 
SYNTROPHINY DOM 


agcaacatctccgaaagcca 


474 
475 


forward ampiicon primer 


3230 


1 R 

SYN TROPHINY DOM 


tcagctgcttggtcltcgaat 


476 


reverse ampiicon primer 


3229 


1 l" 


gcacaacgtccctgtcgtc 


477 


f rward am licon imcr 
oiwai amp icon pimer 


3228 


PRIL16 DOM 1 R 


cgtggtccccttgagagactt 


reverse ampiicon primer 


3227 


PRIL16 DOM 1 F 


aagggcaatgaggttctttcc 


478 


forward ampiicon pi imer 


3226 


KIA 1719 DOM 5 R 


gcagttgtccaggcggata 


479 


forward^aT licTn^'^rimer 


3225 


KIA 1719 DOM 5 F 


gagccaggcgacaagctact 


480 


orwar amp icon pi im^ei 


3224 


KIA 1526 DOM 1 R 


cccgcagtccttccttctc 


481 




3223 


KIA 1 526 DOM 1 F 


acgtgtctctggtggaaccag 


482 


fowaTd^a^lic^^^^ 


3222 


l"OrRj lliC b INbW K 


gcacgtccagcgtgtacgt 


483 


pgygj-gg ampiicon primer 


3221 


FGFR3 IllC B NEW F 


tgcgtcgtggagaacaagttt 


484 


forward ampiicon primer 


3220 


FGFR3 IlIC A NEW R 


acgtccagcgtgtacgtctg 




reverse ampiicon primer 


3219 


FGFR3 IIIC A NEW F 


cgtcgtggagaacaagtttgg 


486 


forward ampiicon primer 


3218 


HER2 B NEW R 


ccacttgatgggcaccttg 


487 


reverse ampiicon primer 


3217 


HFiR2 B NEW F 


ctgctggacattgacgagaca 


488 


forward ampiicon primer 


3216 


HER2 ANEW R 


ctgtgtacgagccgcacatc 


489 


reverse ampiicon primer 


3215 


HER2 A NEW F 
VARTUL COMPLETE 


ctggtgtatgcagattgccaa 


490 
491 


forward ampiicon primer 


3214 


R 

VARTUL COMPLETE 


cagatcgttgcctcccagal 


492 


reverse ampiicon primer 


32 13 


'' 


cgtccctgtcatttctggtca 


493 


forward am licon rimer 
orwai amp icon pi imei 


3212 


SI TACI 8 DOM 1 R 


Igccttcttcaccacctgatg 


forwani^am licTn*^ Hmer 


321 1 


S1TAC18 DOM 1 F 


gactgtgctgggtggagctc 


494 


orwar amp icon pi imcr 


3210 


DLG 1 DOM 2 R 


cccaggaatatgctgatttcca 


495 


forwarVam lico"n''"irner 


3209 


DLG 1 DOM 2 F 


ggtcttgggtttagcattgctg 


496 


orwar amp icon primer 


3208 


DLG 1 DOMl R 


tctccaatgtgtgggttgtcc 


497 


reverse amp icon primer 


3207 


DLG 1 DOM 1 F 


tcagggcttggtttcagcat 


498 


torward arnplicon primer 


3206 


Ubiquitin R Chamorro 


caaltgggaatgcaacaactttat 


499 


forwaTd^am 'liT^^^ 


3205 


Ubiquitin V ChamoiTO 


cacttggtcctgcgcttga 


500 


forward aiTlicon '^rimer 


3204 


Ubiquitin F 


aatcatttgggtcaatatgtaattttca 


501 


orwdi amp icon pi m ^ 


3203 


Ubiquitin R 


gcggacaatttactagtctaacactga 


502 


reverse amp 


3202 


IBS RNA R 


gggtcgggagtgggtaattt 


503 


reverse^amp J|^°^^^P' 


3201 


18S RNA F 


ctaccacatccaaggaaggca 


504 


orwar amp icon pi imei 


3200 


PTPLl dom4 R 


cttttggctggatcctgtatgac 




reverse ampiicon primer 


3199 


PTPLl dom4 F 


Icagagaattggltgttatgttcatg 


506 


forward ampiicon primer 


3198 Muppi dom6 R 


tccggccatctcgactaatg 


507 


reverse ampiicon primer 


3197 Muppi dom 6 F 


gggatgatcgttcgaagcat 


508 


forward ampiicon primer 


3196 


Mast 3 com 1 R 


agacgtcgctatcacccatgt 


509 


reverse ampiicon primer 


3195 


Mast 3 dom 1 V 


tggcaagaagtacggcttca 


510 


forward ampiicon primer 


3194 


Kia340 dom 1 R 


aacaactttcagacccagcaatg 


511 


reverse ampiicon primer 


3193 


Kia340 dom 1 F 


agaacaaccatgcccaaagact 


512 


forward ampiicon primer 
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SEQ ID 






^ ^'^"'^"^^ 


NO' 


Description 


3 1 92 INADl.- dom 3 R 


cctgccctgcatttcgtaa 


513 


revtisc amplicon P^™^'^ 


3191 INADL dom 3 F 


cagggttttgccaaccatg 


514 


lorward aiTipncon primer 


3190 PAR 3 dom 3 R 


gcccaacagggattctccat 


515 


leverse amplicon piiimi 


3189 PAR3 dom 3 F 


ggcttcgggtgaatgatcaa 




forward amplicon primer 


3 1 88 Pick 1 dom 1 R 


cttcgccacctccaccttag 


517 


reverse amplicon primer 


3187 Pick 1 dom 1 F 


ggtgtcaatggcaggtcaatc 


518 


forward amplicon primer 


3 1 86 R(jS3 dom 1 R 


gaalccacggcctggactc 


519 


reverse amplicon primer 


3 1 85 RCjS3 dom 1 F 


tggcttcaccalctgctgc 


520 


rorward amplicon primer 


3184 Sip 1 dom 1 R 


cagccttgatcctttgcacc 


521 


reverse amplicon primer 


3183 Sip 1 dom 1 F 


gtcaacgtggagggcgag 


522 


forward amplicon pi imei 


3182 SlPl dom 2 R 


gccgggacttgtcactatgc 


523 


forwaTd^am liToT^imer 


3181 SIP 1 dom 2 F 


gaaagggacctcagggctatg 


524 


orwar amp icon piimer 


3 1 80 Tip 1 R 


ccaatgctgaaacccaggat 


525 




3179 Tip 1 F 


aatlcacaagctgcgtcaagg 


526 


forward^am H^oTpTimer 


3178 AIPC dom 1 F 


gggccttggctttagtattgc 




forward amplicon primer 


3177 Mint 3 500 bp R 


cagctggcatcgtcttgatatg 


528 


reverse amplicon primer 


3176 Mint 3 500bp F 


agctgctcaccgaggcctat 


529 


forward amplicon primer 


3 175 Mini 1 dom2 R 


cgcatgaggctgcagataatt 


530 




3174 Mint 1 dom2 F 


ctaccagctcggtttcagcg 


53 1 


forward amplicon primer 


3 173 Mini 1 doml R 


tctggcaggtggacagagg 


532 


reverse amplicon primer 


3 172 Mini 1 doml F 


cggtgaccagatcatgtccat 


533 


forward amplicon primer 


3171 l'TN3 R 


acgatttgatccccttcgttc 


534 




3170 PTN3 F 


agtcacctgcggacacctg 


535 


forward arnplicon primer 


3 1 69 HTRA2 R 


gggaaagcttggttctcgaag 


536 




3168 HTRA2 F 


ctgagtcccagcatccttgc 




forward amplicon primer 


3167 AIPC dom 1 R 


ccccatctgtccacgaatg 


538 


reverse amplicon primer 


3 1 66 Mast 2 dom 1 F 


acttcttgccagcccttgg 


539 


forward amplicon pnmer 


3165 Muppl dom 3 R 


ttggtctccaatttggattcttc 




reverse amplicon primer 


3164 Muppl dom 3 F 


acaaaaagcagtgccgttga 


541 


forward amplicon piimer 


3 163 Novel PDZ dom 1 R 


cagcacctttacggcgctac 


542 




3 1 62 Novel PDZ dom 1 F 


aatgggctgagcctggaga 




forward amplicon primer 


3161 MAGI 2 dom 5 F 


Igtggacatggagaaaggagc 


544 


forward amplicon primer 


3160 Mast 1 dom 1 R 


tgccagacaatgtggtggac 


545 


forwaixi^aT'lkoT"^^^^^ 


3 1 59 Mast 1 dom 1 F 


tglctacatgggtgacacgga 


546 


orwai^ amp icon piimei 


3 158 Mast 2 dom 1 R 


gctcggtggatgatgalgg 


547 


reveise amp icon pumei 


3157 NSP dom 1 R 


tcctgagatcacgtctgggaa 


548 


reverse amplicon pnmei 


3156 NSP dom 1 F 


aagccaaagagctgaaggacc 


549 


orwar amp icon pi imei 


3155 Elfin 1 dom 1 R 


ccttgcttccaggagtgacc 


550 




3154 Elfin 1 dom 1 F 


aaaggacttcgagcagcctct 




forward amplicon primer 


3153 EBP50dom2R 


tccactgaccggatgaactg 


552 


reverse amplicon primer 


3152 EBP50dom2F 


caacctgcacagcgacaagt 


553 


forward amplicon primer 


3151 ZO 1 dom 2 R 


gcttgccaatcgaagaccat 


554 


reverse amplicon primer 


3150 ZO 1 dom2 F 


acactggtgaaatcccggaa 


555 


forward amplicon primer 


3149 EBP50 dom 1 R 


tgtactggcccaacttgcc 


556 


reverse amplicon primer 


3148 EBP50 dom 1 !• 


agaagggtccgaacggctac 


557 


forward amplicon primer 


3147 APXLdom 1 R 


cgcttcctgtctaaaccctga 


5_58 


reverse amplicon primer 


3146 APXLl dom 1 !• 


tgagatcgtcggcatcaatg 


559 


forward amplicon primer 
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SEP ID 




"No 


Qlij>o NaiTie 


Sequence 


NO' 


Description 


j145 


Grip 2 dom 5 R 


gcagttgtccaggcggata 


560 


7ovwardmn\kQn"rimlr 


J 144 


Grip 2 dom 5 F 


gagccaggcgacaagctact 


561 


orwar amp icon piimei 


3 143 


KIA0382 dom 1 R 


atggctgctccatcttctttg 


562 


reveise amp icon piimei 


3142 


KIA0382 dom 1 F 


cggtcagtggagacaatcca 


56j 


forward amplicon primer 


3141 


Erbin dom 1 R 


acaccacctgatatgctaaatcca 


564 


reverse amplicon primer 


3140 


Brbin dom 1 F 


agtgagggttgaaaaggatcca 


565 


forward amplicon primer 


3139 


KIA0316dom 1 R 


tgaccagatcgatgacccg 


566 


reverse amplicon primer 


3138 


i<.lA0316doml F 


aatgatgaaccggtcagcg 


567 


forward amplicon primer 




KIA075l(RiM2) doml 




568 




3137 


R 


aaagccgacctgattcagtca 




reverse amplicon primer 




KIA075I(R11VI2) dom 1 




569 




3136 


F 


caatgcttggcttgaaggttg 




' rd am licon rimer 
orwar amp icon pumer 


3135 


Lim Mystique dom 1 R 


ccgttgatggccacgattat 


570 


reverse amp icon primer 


3134 


Lim Mystique dom IF 


agccaaggacgctgacctc 


571 


torward amplicon primer 


3 133 


Lim Protein doml R 


ccttgccgccatcttttaga 


572 


reverse amplicon primer 




Lim Protein doml ¥ 


cggtaaggatttcaacatgcc 


573 


revIi^se^aTp^iroTprirT^^^ 




MAGI 2 dom 5 R 


cctccacgaatgctgaatcc 


574 




j1 16 


AlPC As (reverse) 


gctgatccatttgggaagatg 


575 


Amplicon primer for re^l-time PGR 


3115 


AlPC S (forward) 


gcattcgtggacagatggg 


576 




3114 


H\iR 1 As (reverse) 


cagggattccgtcatatggct 


577 


Am'^licon ''rimer for real-time PCR 
mp icon pnmei^ l-cal-iime PCR 


3113 


HF.R 1 S (forward) 


ccgtttgggagttgatgacc 


578 


Am'^Hcon ''rimer for real'lime PCR 


3 1 12 


1 IFvR 2 As (reverse) 


ccacttgatgggcaccttg 


579 




3111 


HFR 2 S (forward) 


tgctggacattgacgagacag 


580 


Amplicon primer for reaUime PCR 


jl 10 


FGFR3C AS (reverse) 


cacgtccagcgtgtacgtct 


581 


Amplicon primer for real-time PCl^ 


3109 


FGFR3C S (forward) 


ctgcgtcgtggagaacaagtt 


582 


Amplicon primer for real-time ICR 


3 108 


b-Catenin AS (reverse) 


gctgggtatcctgatgtgca 


583 


Amplicon primer tor real-time rCK 


3 107 


b-C;alenin S (Forward) 


gggtgccattccacgactag 


584 


Amplicon primer for real-lime PCR 


3 106 


MUC-1 AS (reverse) 


tgtccagctgcccgtagttc 


585 


Amplicon primer for 


3 105 


MUC-1 S (forward) 


ttgccttggctgtctgtcag 


586 


mp icon primer or rea - ime 


3414 


RIM2 P7R 


tgtggttcaggtttggattctagaa 


587 




j41 J 


RIM2 P7F 


cacatttgaggaagtgtacaacatcat 


588 




3412 


RIM2 P6R 


tggctccttgcagtagtcttcc ^ 


589 




341 1 


R1M2 P6F 


gaccaggtgatgaagtattagaatgg 


590 




3410 


R1M2 P5R 


ccaccaaagtdcatcalttcam 


591 




3409 


RIM2 1^5 F 


gtcggactctaacaccaggtctg 


592 




3408 


RIM2 P4R 


c^ctTacTcTagg^Ttg^^^ 


593 




3407 


R1M2 P4F 




594 






KlIVlz 1 jK 


ttggttccatttgggttcca 


595 




3405 


RIM2 P3F 


ttccagacagaagtgataaaaacaagag 


596 




3404 


R1M2 P2R 


igcattgttcagtgtttgtcca 


597 




3403 


R1M2 P2F 


ccaccaaatatcttacaaaatgagctt 


598 




3402 


RIM2 PIR 


Iccagatcagcatttgccaa 


599 




3393 


R1M2 PIF 


acggcatgagagaaggcatag 


600 
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